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Input file 57h8Bcons; Output File 57h8Btra 
Sequence length 3 076 



CCACGCGTCCGCCCACGCGTCCGGGAAGAAGCAGCTACCTCGGAGGCAGGGCGCGCAGGCGGGCGGCGATGAGAGGGGG 

CGCAGCCGCAGCCCCGCGCTGGGGAGCCCACCGCTAACCCTGCACCCCACCCACCCCTGCACAAAAGAGCTGGCGGGCG 

CTGGCCACGTCGCCCTGGGTGACCTTCCTCGGATGCAGAATCCGCCCCTGCGAGCATCCTCTTCCTCCTAGGCTCTGAA 

GGCCCGGGGAGCGTGAGCGATGCCCAGCTGCACCCGGGCAGGGCTCGCCTTTGTTTGCCAGTAAGGAGGAGAGGCTGTC 

M G T T E A 
TCAGCTGCAGAGGGGTCATCCCTGCTTCAAGCCAGTGCCTCTTCCCAGCTCCC ATG GGG ACC ACC GAA GCC 

TLRMENVDVKEEWQDEDLPR 
ACG CTC CGG ATG GAA AAC GTG GAC GTG AAG GAG GAA TGG CAG GAC GAA GAT CTT CCC AGG 

PLPEETGVELLGSPVEDTSS 
CCA CTC CCA GAA GAG ACG GGG GTG GAA CTG CTT GGC AGC CCG GTG GAA GAC ACA TCC TCT 

PPNTLNFNGAHRKRKTLVAP 
CCT CCC AAC ACG CTA AAT TTC AAC GGA GCG CAT CGT AAG AGG AAG ACG CTG GTG GCC CCA 

EINISLDQSEGSLLSDDFLD 
GAG ATC AAC ATT TCT CTG GAT CAG AGT GAG GGG TCC CTG CTG TCC GAT GAC TTC TTG GAT 

TPDDLD INVDDIETPDETDS 
ACC CCT GAT GAC CTG GAT ATT AAC GTG GAT GAC ATC GAG ACC CCC GAT GAG ACC GAC TCG 

LEFLGNGNELEWEDDTPVAT 
CTG GAG TTC CTG GGG AAT GGC AAC GAA CTG GAG TGG GAA GAC GAC ACC CCC GTG GCC ACC 

AKNMPGDSADLFGDGTTEDG 
GCC AAG AAC ATG CCC GGG GAC AGC GCG GAT CTA TTT GGG GAC GGC ACG ACG GAG GAC GGC 

SAANGRLWRTVI IGEQEHRI 
AGC GCC GCC AAC GGG CGC CTG TGG CGG ACA GTG ATC ATC GGG GAG CAA GAG CAC CGT ATA 

DLHM IR PYMKVVTHGGYYGE 
GAC CTG CAC ATG ATC CGG CCT TAC ATG AAA GTG GTC ACC CAC GGA GGG TAC TAC GGC GAA 

GLNAI IVFAACFLPDSSLPD 
GGC CTC AAC GCC ATC ATC GTC TTC GCA GCC TGC TTC CTT CCA GAC AGC AGC CTC CCC GAC 

YHYIMENLFLYVI SSLELLV 
TAC CAC TAC ATC ATG GAG AAC CTC TTC CTG TAC GTC ATC AGC AGC TTA GAG CTC CTG GTG 

AEDYMI VYLNGATPRRRMPG 
GCT GAG GAC TAC ATG ATC GTG TAC CTG AAC GGT GCC ACG CCC CGG CGG AGG ATG CCT GGA 

IGWLKKCYQM I DRRLRKNLK 
ATC GGC TGG CTG AAG AAG TGC TAC CAG ATG ATC GAC CGG AGG TTG CGG AAA AAC CTG AAG 

SLIIVHPSWFIRTVLAISRP 
TCC TTG ATC ATC GTC CAC CCC TCG TGG TTC ATT CGG ACT GTG CTG GCC ATC TCT CGC CCT 

FISVKF INKIQYVHSLEDLE 
TTC ATC AGC GTC AAG TTC ATC AAC AAG ATC CAG TAC GTG CAC AGC TTG GAA GAC CTG GAG 
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QLI PMEHVQI PDCVLQYEEE 
CAA CTC ATC CCT ATG GAA CAC GTC CAG ATC CCA GAC TGC GTC CTG CAA TAC GAA GAG GAA 

RLKARRESARPQPE FVLPRS 
AGA CTG AAG GCC AGG AGG GAG AGC GCG AGG CCC CAG CCG GAG TTT GTG CTG CCC AGG TCT 

EEKPEVAPVENRSALVSEDQ 
GAA GAG AAG CCA GAG GTG GCA CCA GTG GAA AAC AGG TCT GCT CTG GTC TCA GAA GAT CAG 1 

E T S M S * 
GAA ACA AGC ATG TCC TGA 

GG CGACG TG AG CATAACAAAGGACATGGAAGAAGATT C CAGATG C CAGAAAAC C T CTG T CAG ACG C C CAC TGG CCC CAG 
ATCTCATCCTGCCTCATCCTGAGTCCCAATCTTCCAAGGGTGCCAGCCCCTCCGTTCATCTCTGAAACCCAGCATCCTT 
TTCAGCTGCTTGAAAACATTGTATTTTTTTTTTTTAACGATGCAGTATTTGTGCGTTCCAGAAAAGGGCCCAGCTCTGA 
GCCCCTC^CCCTTCCAC^CTCACGAACTCTCAGCCGAGGAAGGCAAGA 

GCCTCCGCTCCTGCTCGCAGCCCCTGTGGTCAGAGCTGGATACAAGATTCAAGACCCTTCTCTTGCTTGTCACCCGCTC 

CAGGTTGGAGCCACAGACACCCACCGCCACCCCGGCTGGGTCTGCGTCCTTTCCTGTGCCTTTCCCTCCAGAATGCGGC 

CTCAGACCTAGAAGCTCAACCCCCCTATGAGGGCCACGTCCTGGGGTAGCTCCTGACCTCCGACCTTATGTCCAAATTT 

CACACCCATGGTTTTTCATTTGACCCGCCCCCTTCTCGCTCATAATGACACCCAGCTCCTTTGAGAGGATCAGAGCCCA 

TTG CACAAGAAGAG C CG CTG C CAAC CAT CCTTGTCCTC CG AT TG CAAAATGACAC C C C AGTAAT C TAG AACATT CT CAA 

G C C C C TT TAAC T CAGATGT C AAG C CAC CGGG CAAAC C C CGT CAATAC CT C C CAC CAAGGAATGAG ATATGTGG AC C T CA 

CTGCTCCCCCAACCCAGCGTCAGGCTGGGACACGCCAACGCTGTTCCGGGTTGGAACAGCACAGGCTCAGi^ 

CTGAAAT AGG CAGAC C TAG CAAGAGGAAG AT ACAGGGTAT CGGG CG T TTGAGTG T T T C AGAAG T CAT T CGGGAAGATAA 

ATCC^GTGCGCTGGCCGCAGCCACCTGCATTCTy^GCTTGGACCAGCGGGTTCTTGTTCGGGAGGC^ATTTCCCTAGG 

AAAAAGAAGACAGAC T T TT CTAATGGGG T CCAAATG CGG AT CAC TGGT CAGATGGAC T CT AGAAG CAC TGAG CT CCC TG 

TCTCTGGAAGTATTTAAGAAAAGGCTGGGCCAGGCACGATGGCTCACGCCTGTAATCCCAGACTTTGGGAGGCCGAGGC 

AGGCGGATCACCTGAGGTGAGGAGTTTGAGAACAGCCTGGCCAACATGGTGAAACCTCATCTCTACTAAAAATACAAAA 

ATTAGCCAGGCGTGGTGGCAGGTGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCATGAGAATCACTTAAACCTGAGA 

GG CAGAGG T TACAG TGAG C CAAGAT CG TG C CACTG CATTC CAG C C TGGG CGACAGAG CAAGAC T C TG T CT CAAAAAAAA 

TAAAAAATAATCAGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTCTGGGAGGCTGAGGTGGGTGGATCACCTGAGG 

T C AGGAG T T CAAGAC CAG C CTGG TGAACATGG CG AAAC C C CGT CT CTAATAAAAAT ACAAAAATTAG C CGGG CATGGTG 

GTGCATGCCTG 
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Input file Athda22f 7 . seq; Output File Athda22f 7 . tra 
Sequence length 423 5 

MEEETEFLELGTRI 
GTCGACCCACGCGTCCGCGGAA ATG GAG GAG GAG ACA GAG TTC CTT GAG CTC GGA ACC AGG ATA 

SRPNGLLSEDVGMDI PFEEG 
TCA AGA CCA AAT GGA CTA CTG TCA GAG GAT GTA GGA ATG GAC ATC CCC TTT GAA GAG GGC 

VLS PSAADMR P EPPNS LDLN 
GTG CTG AGT CCC AGT GCT GCA GAC ATG AGG CCT GAA CCT CCT AAT TCT CTG GAT CTT AAT 1 

DTHPRRI KLTAPNINLSLDQ 
GAC ACT CAT CCT CGG AGA ATC AAG CTC ACA GCC CCA AAT ATC AAT CTT TCT CTG GAC CAA 

SEGS ILSDDNLDSPDE IDIN 
AGT GAA GGA TCT ATT CTC TCT GAT GAT AAC TTG GAC AGT CCA GAT GAA ATT GAC ATC AAT 

VDELDTPDEADSFEYTGHDP 
GTG GAT GAA CTT GAT ACC CCC GAT GAA GCA GAT TCT TTT GAG TAC ACT GGC CAT GAT CCC 

TANKDSGQESESIPEYTAE. E 
ACA GCC AAC AAA GAT TCT GGC CAA GAG TCA GAG TCT ATT CCA GAA TAT ACG GCC GAA GAG 

EREDNRLWMTVVIGEQEQRI 
GAA CGG GAG GAC AAC CGG CTT TGG ATG ACA GTG GTC ATT GGA GAA CAA GAG CAG CGC ATT 

DMKVIEPYRRVISHGGDSGY 
GAC ATG AAG GTC ATC GAG CCC TAC AGG AGA GTC ATT TCT CAC GGA GGA GAT TCA GGA TAC 

YGDGLNAI IVFAACFLPDSS 
TAT GGG GAC GGT CTA AAT GCC ATC ATT GTG TTT GCC GCC TGT TTT CTG CCA GAC AGC AGT 

RADYHYVM ENLFLYVI STLE 
CGG GCG GAT TAC CAC TAT GTC ATG GAA AAT CTT TTC CTA TAT GTA ATA AGT ACT TTA GAG 

LMVAEDYM IVYLNGAT PRRR 
TTG ATG GTA GCT GAA GAC TAT ATG ATT GTG TAC TTG AAT GGT GCA ACC CCA AGA AGG AGG 

MPGLGWMKKCYQMIDRRLRK 
ATG CCA GGG CTA GGC TGG ATG AAG AAA TGC TAC CAG ATG ATT GAC AGA CGG TTG AGG AAG 

NLKSFI IVHPSWFIRTILAV 
AAT TTG AAA TCA TTC ATC ATT GTT CAT CCA TCT TGG TTC ATC AGA ACA ATC CTT GCT GTG 

TRPFISSKFSSKIKYVNSLS 
ACA CGA CCT TTT ATA AGT TCA AAA TTC AGC AGT AAA ATT AAA TAT GTC AAT AGC TTA TCA 
882 

ELSGLI PMDCIHIPES I INI 
GAA CTC AGT GGG CTG ATC CCA ATG GAT TGC ATC CAC ATT CCA GAG AGC ATC ATC AAT ATT 

DLKLKEKP* 
GAC TTG AAG CTG AAA GAA AAG CCT TAG 

TTGGCCATGCTGGAAGAAGAGGATGCTTTTCTGGTTCATGGTTCTGTTGAAACATATCTACCTGAAAGAGACAGGGCTG 
ATGTTACCTTTTTCCACTTTGCACTACCTGGTGCCATTCTAAATTTCTAAGGGGAAAAATAGAAAGTTTGTTTACTCTT 
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AAGATATTTTATGAAATTGTGTGTACTTTCCTATTTTGCCAATTATGTGCCTCAAAGATTTTAGTTGAGCCTTAGCAAG 

AAAGTAGGACCTTCCATTTCAATACTTCATTAACACGGTGTAGTGATACTTTGTCCCTTAGACTGGTGTTTACCAGTAA 

GATACCTTTAATCCACTGTTAAGTATGAGTGGATTTGTTTCCATAGATTAGCTGGATTTCCTTTTGGTGATTGCATTAG 

GTTTAAAGTACACAGGTCTCAACTCTCCCCAGGAAAGTTTCCCCTGTTTGACTCCACCTTTAAAATCCTAAGCCTGACT 

AGGACAGCCACAAACCACACAAGGTGTAAAACC^TCATCAGCTAAGTGCCCGTTTTGTTCTTGTTTACCAGAATCTCCT 

TTAACTTCTCAAAGGGAAGCCGGGCTTTCTAATCCACGTCAACTTTATTTTAGTTGTCAAATTGGGCATTATATTTTAT 

GTAAATTGGTCTTTTAACATCATTTTCCTGATGAATGTTGGTGACCACCACATTGTGAAATTTAAGAATCCGTGTTGCA 

TGTTTGGTAGCTCTCTGAGTTTCAGGCC^TAAACTCAGCTCCAGAGGTTACCTTTTAAGTGCCAAGAACTCAAGTGCAA 

GGTGGCCTACTCAAAAATCATTTGGTAGCT^TTCAGTTATTCATGAATTCCTCTCTCGCATGCATTATAAAAAGTGATCT 

GCTTTAAAAGACCGTAATCTGATCATAGGCTTAAAATTAAATATGAGTATTACTTTCATGTACAAAATATTTCCTTTAT 

AG T CT T CATATG C C CT TTAAAATG C C AACAAGAT T T CAAG T C TGTAGG C C T CTAG TGAGG TGGGGTGG CAAAC CACAG C 

TAAGTCTCGCTCACCACTGCAAGCTAAGAAT,GGTTTTTACATTTTGGGTTGGAAAAATTTTTTTTGAATATTTCATGAC 

ACATGAAAATTATTCAAATGTTAGTGCCGATAAATAAAGTGGTACTGAAACACAGCCACACAAACTTGT 

T C TACAG C TAC T TT CACACTAGAG C CG CAGAG C TGAG CAG TT CAG CAGAC CG T ATGT C C GAC AATG C CT AAAACATTG A 

CTATGTTTACAGAAAAAGTTTGCTGACCCCTGCTCTAGCAAACGCATCCTTTCCTACTCCACCCCAATTTGTATTTAGA 

TAGTTTCTCTAACAGAACGGACAAATGAGGCTG CAAAC TAATTTATTTTTGTCAAAAATCAATGTTTTGACATCCA CAG 

ACAGTGAAATAAAAGAAATGGCTTGCTGAAAAACATGAGGAGTCCTAGCCACAAAATCACTGCTTAGGTTGCAATTGCC 

AAAATGAAG C C T T C TTAGAAG CAC T T C TT TAGT ATATACAGGTG T TGG C TG AAG T C CGTG C C T CACT CTGGGAAC CAT T 

CT TAG T CT C CAG TGT CT C C TAT TACAAAG AAG CTGG CAG AAATAAAAATGAAGGGGTGAG AG CGG T T C C AC C C TAGT C T 

CATGG TGG AAAATT CAT TGGGGAGAG C TG T C CAGGATAT TTGGAG T C CTGGG TAGAAGGAG C TTG TAAC TAC T TTAAAG 

TCGACATCTTTGCACAGGTGATTGAGTTTCTCTGACCTCATTGCTTCACCTCTGTCTCCTCCCGTCCTTCCGCACGTGC 

CCACACAC^CGCAGTTCAGCCCTCTTTCCTCCATAAGCCTCC^ 

AGTATCTTGTTGAATTGTATGTTCTGTTGGATCTCCTCCTTCATAACATCTGGCTTGTTGGACAGAAAAACCCTACAGC 
CCACCCCCTCCCACAGCCCACCTCGACTTTTGAAAGCCCAAATTACACCTCTCCCAGA 

AGTTACCCAATATTCCTGTTTGTTCACCTATTTGCTACTTTCACTCAGTAGC^TCCCATTTTGTAAAATGAATTCCATG 

GTCACCCTGTCACAGGAAGTAATGAAAAATCCAGTGTTCAGTGTAGTGGTGCAAACCTGAGGGCATA 

GAGGGCTCTTGTTATAGCCAAACAGAC^CT^GCAACAATCTCACCATTTATATATATATTTTTAACTTGTCCAGCT 

TATGGAAAACTACTCAGGTGGTATGCTGTTTGAAGCCTCATCTTCCTACATGAAAATTATGGGCATTTGTCCCAATGAT 

TTTGTTTCAGCTGTTCTGTAGGCTGCATAACCACTCTGATATTTAGGTATCTGCTATTTTATTATCTTAAAAGACAAAT 
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TAATTTAATTG CATGTG C TAGGGAAAAGCTACCATGTACAT T CAC C C CAAGTAAATAG AAT C C TAG ATG AAT CCTAGAA 

AAATAATC C CTAAG CAGATAGGTAGACAGAGGTAAACATT CACATGAT TTAG C T C T CT AG CT C T TG CAC T CTG AACAT T 

CTTGCTTTGGTTCTGACTTCTGGGAACTGCTTTGCATTTCTCCTATAGATCTGTAGTTAAGGGAACCAAGGGGTCATTG 

GGG CAAAAG CATTGT T T CT CAAAG C T C C T TGATTAAGAGAAAGAACAGAAAT T TG CACAG AAG ATAGTG T CAAGGAGTG 

AGAAAGTTTGTTTGAGGGCAGTAGCTCAGTGTGGAAGAAAATCCTGAAGTTTCTGTTGAAGCCATACAATGTTCTATGG 

GGTTACTCTCTAAGACATTCTCTGAGGTGTGTGAGGAAGTCACTACTCCTAGCCTTTGTTAAGATGTAATTTTAAATAT 

TCAGTTATGGTACTATGTTTGCAACTCTCGTCTTATCACAATGCCTCAGTAGTTTGTTCCCTTAGAAACATTTAGATGT 

GCACAAATTAATCTTTTATATATCTAAAGGTTTTTCTATCATGCATTGGATTGCTCAGAATAAAGTGTCTGTTAGACTT 

CGT T T TGG T AAATAAATT CT C CAT AATG TAGATTAATAATATAAAAGT CTT TAATGAC ACAAT AT AT C TAT AT AG C C T C 

ACTGTATAATTCAGAAATAAAAATTGATTCTGCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

GCCGC 



Fig. 3C 
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Input file Alhbaa034f 09.seq; Output File Alhbaa034f 09 . tra 
Sequence length 2 966 

M L K S C S 
GT CG AC C CACG CG T C CGGG CGAAT CTGTATT T CCAGTTAAC TG C TCAGAAGAGAG ATG CTG AAG AGC TGT AGT 

RASFS PSVRKPPLILRRLLS 
CGT GCA TCC TTC TCA CCC TCC GTT AGA AAG CCT CCT CTC ATC CTC AGA AGA CTA CTG TCA 

EDVGMDI PFEEGVLSPSAAD 
GAG GAT GTA GGA ATG GAC ATC CCC TTT GAA GAG GGC GTG CTG AGT CCC AGT GCT GCA GAC 

MRPEPPNSLDLNDTHPRRIK 
ATG AGG CCT GAA CCT CCT AAT TCT CTG GAT CTT AAT GAC ACT CAT CCT CGG AGA ATC AAG 

LTAPNINLSLDQSEGS I LSD 
CTC ACA GCC CCA AAT ATC AAT CTT TCT CTG GAC CAA AGT GAA GGA TCT ATT CTC TCT GAT 

DNLDS PDEIDINVDELDTPD 
GAT AAC TTG GAC AGT CCA GAT GAA ATT GAC ATC AAT GTG GAT GAA CTT GAT ACC CCC GAT 

EADSFEYTGHGKSLSWQGQS 
GAA GCA GAT TCT TTT GAG TAC ACT GGC CAT GGT AAG TCA CTA AGT TGG CAA GGC CAA AGT 



TAA 

ATGCTAAATAAGTAAAAGATTTTCTAACAGACCTCTCATTTTTGTGCCAGTGGATCCTTTTTGTGATTTCTAGAAGCTT 
C TG T T T TTAT T T CAGGTTATAGGTGG C CATGAT TG ACAGT TTGGAG C C TGACAGAGAAAGTATGGGT CACAGAGG C CAT 
ACATAACCATTGCTCTTTATTAACCCCCACTCTGTGCTAGCATTTATGCTAGGCACTGGGGCTGAGGGAAGACTGTTAC 
ATG C TG TGTT ACAAGAAAC CTGGGG CTGGG TTTG CAGGGGAAGAG AATTTAAT CAGGATGATAAAAT TTGAAG AAGAGA 
AAT CAGAG CT TG C CAATTT CT TGTATAAGT T C C CAC TAT CTG CAATGTT C T T T T C C C CAGAT CCT TACG TGAC TGACT C 
CTTCTCTTTATTCAGATGTTAATCAGATGTCACCTCCTCAGAGAAGTCTTCCTTGACCTCTGTAATCAAAGATGCTTCC 
CACTTCCCGACTCCCACCACCTAGTCACTCTCTGTCCCAGTGTTCATTTTATTTTCCACGTATCACTAATTCAAATTGT 
ATTATTTAACTATTTGTTTGCATCTTTATTGTCTTTCTCTTACCACTCGAATGTATGCTCCACAGGAGCAAGGACTTTA 
TAT T TGATC C TGCGTCTC CAAT AAAGTGGGAAGGAAGGAAGGGATGGTT TAGGGGGAGTGAGAGAAATGATAAAAAAGA 
AGATAATTAAAAGT TTT CAGAT CAT CGAAGACTGACACTCCTGATATGAACTTCAGTC TTT C TTT AG TTCTTTCTCTTA 
CTCTATGAAATCTGGTTTAAGAAATATGTACAAATACAATCATTTTTTTTTAAATGG 

TTC TAG C CAGGGTGGAAT T C T CTG AAG TTAT AAT ATT TGAAAG TGAAAG CG AGAGAG T C TGGGACACAG CTAT TG CT T T 
TAT T CAT TTT TAAAAT T CACG CAAT C T TAAAAG CAATACAGTG C CACAATTAAG TGG TGG C C TGACT TT TAGAGACATG 
CTAATT CT AG CAG TTC CAC TCC T AG AAGAG CAT AAT TAGAAAAT T CAC CAAATTAG C TAATTATT T CAAC CAATGGT CA 
TTGAGCCGACATGAGCAGTGCAGTTCAGACTCTACCTTGACAGAGCTTAAGGCTTTATTTCCTCAAAAAGGAAATGGCT 
AAACGACTTGTTTTATAGTCTATTATGCTTAAGTAGAGTTTTTTTTTTTTCCATAAGTTATTGGGGTACAGGTGGTATT 



Fig. 5 A 
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TGGTTACATGAGTAAGTT CTTTAG TGTAAGTAGAGATTTTATAT TG CATTT TTATCATGTGTGAATTT CTGTAGTTAT C 
TGGGTAGTTGATTCTGTAGGTTGAAATACACAAATAGGAGGTGAAAGAAGGTCTGGAATTTGTACTATTTCCTGTCATC 
C CAGAG AGT C TT CAG CAG C T C C T C TAT C CAT C C CAGTTG C C C C C TACCAG C T C CTG CTCCTTTCC CTG CTAATATAT TG 
ACCAAATCCCACAGAAGACTGTGGCATGACCCAACTGGCCCCTCTCTTGCCTCCGGTATTTGCTTCCTTTTTGTCAGGA 
GAGCTTTGTCACACCACATCTGAACCTTTTATTTTTAAACATAGTAAAACTGTCGAGCAAAGCAGTGGTGGCTGGGCAA 
GCTGGTAATTAACACTGCCACTTGCTGACATGGCTCTTTTAATGTAGTTAACATAGCTGTGTTGAAAGAACCAGTTTAA 
TGG C CACAAC C C TGTT T TAGGT C T T AAATG CAAAGGACAGAAT TGTAAAC TAAGT TGAATT TT T AAAT C TAC C T TAAT T 
T T CAAATGAAAGATAT ATAGT CAGAGG TTGAAACTT TGAAAACACAAAG TG C CT C TGAAT AG C T ATAT TT TG T AAACAT 
GAGGACATGGATAAGTGACTGTATAAGAGGGTTGGATTATAAATATGTTTGAGTTCTGAAGTATGAAATAAATGCTTGA 
AAGCAGCCTGTTTCTTAGGTTTCTCACGCGACCATTTTGAACCAGGAATGTACATTCTAAACAAAATAGGGGTTTTTAA 
GGTATAGTTTTTGAAAAACATTTGGGCCATAATTTATTTTCTTTTAATGAATACTTTTTCATTTATATTATATTTTTCG 
TGTATATAT TT T CATT ATATACG T T T CATT AT ATATTATATAT T TGTAC TATATATTT T T CAT T T AT ATAG TTT T CAT T 
G TATATT AT ATAC CT CATTATAT TATATAATT CATTATAT AG T TTT CATTT AAT T TAT TT CAT T TT ATAAC TAGAAC AA 
TGAAG CACAGAGAAGT T AAGTAAT TTG C C TAAGGT CACACAG C T CAT TGTTG C C C TTAGTT C C TGG C C CATG CTG C T T C 
C CAGTGAATATG CTAACAATGAATGGGAAAGGG T CTG TTAC CAGATTGGAC TTACATACTTG AAG C CAAACATGATAG C 
TCTTGCTCACATTTAGGCCTCTTTTTATCCAGTTTTCCTGACTTGCGGGAGACTCTAAAAAAAAAAAAAAAGGGCGGCC 
GC 
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GAP of:nip2a.pep check: 3241 from:l to:314 

NIP2A | U15173 Homo sapiens BCL2/adenovi rus E1B 19kD- 
interacting protein 2 (BNIP2) 

to: nip2b.pep check: 7307 from: 1 to: 371 

NIP2B 

Symbol comparison table: /usr/local /gcg_9 .1/gcgcore/data/rundata/ 

bl osum62 . cmp 

CompCheck: 6430 

Gap Weight: 12 Average Match: 2.912 

Length Weight: 4 Average Mismatch: -2.003 



Qual i ty 
Rati o 

Percent Si mi 1 ari ty 



842 Length 
2.682 Gaps 
67 . 197 Percent Identity 



371 
5 

56.051 



Match display thresholds for the alignment(s) 
I = IDENTITY 
: = 2 
. = 1 



nip2a.Dep x nip2b.pep 



1 MEGVELKEEWQDEDFPIPLPEDDSI EADI LAITGPEDQPGS 41 

I I I : . I I I M I 1 I I I M I : : I : I . 

1 MGTTEATLRMENVDVKEEWQDEDLPRPLPEETGVE LLGSPVEDTSSPPNT 50 

42 LEVNG. NKVRKKLMAPDISLTLDPSDGSVLSDD. LDESGEIDL. .DGLDT 87 

I I I . : I I I . I I : I . : . I I I : I I . I I I I I I : : I : I : : I 

51 LNFNGAHRKRKTLVAPEI NISLDQSEGSLLSDDFLDTPDDLDINVDDIET 100 

88 PSE NSNEFEWEDDLPKPKTTEVIRKGSITEYTAAEE. . .KED 126 

II I I I I I I I I I . . I 

101 PDET.DSLEFLGNGNELEWEDDTPVATAKNMPGDSADLFGDGTTEDGSAAN 150 

127 GRRWRMFRI GEQDHRVDMKAI EPYKKV I SHGGYYGDGLNAI VVFAVC FMP 176 

II II 1111:11:1: I II I I :> I I I I I I : I I I I I : I I I I I : I 

151 GRLWRTVIIGEQEHRIDLHMI RPYMKVVTHGGYYGEGLNAI I VFAACFLP 200 

177 ESSQPNYRYLMDNLFKYVIGTLELLVAENYM I VY LNGATTRRKMPS LGWL 226 

: I I I.I 1:1:111 III . I I I I I I I . I I I I I I I I I I I I : I I : I I I 

201 DSSLPDYHYIMENLFLYVI SSLELLVAEDYMI VY LNGATPRRRMPGI GWL 250 

227 RKCYQQIDRRLRKNLKSLI I VHP SWF I RTLLAVTRPFISSKFSQKI RYVF 276 

: I I I I I I I I I I I I I I I I I I I I I I I I I I I . I I :. I I I I I II 11.11 

251 KKCYQMIDRRLRKNLKSLIIVHPSWFIRTVLAISRPFISVKFINKIQYVH 300 

277 NLAELAELVPMEYVGIPECIKQVDQELNGKQDEPKNEQ 314 

. I : I : i : I I I : I I I : I : I : : I .1 I 

301 SLEDLEQLIPMEHVQIPDCVLQYEEERLKARRESARPQPEFVLPRSEEKP 350 



Fig. 10 
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GAP of: nip2b.pep check:7307 from: 1 to: 371 
NIP2B 

to: nip2c.pep check: 3344 from: 1 to: 322 
IP2G Athda22f7 

Symbol compari son table:/usr/local /gcg_9 ,1/gcgcore/data/rundata/bl osum62 . cmp 
CompCheck: 6430 

Gap Weight: 12 Average Match: 2.912 

Length Weight: 4 Average Mismatch: -2.003 



Qual i ty 
Rati o 

Percent Si mi 1 ari ty 



871 Length: 375 

2.705 Gaps: 4 

69.182 Percent Identity: 58.805 



Match display thresholds for the al i gnment ( s ) : 
i = IDENTITY 
: = 2 
. = 1 

nip2b.pep x nip2c.pep 

1 . MGTTEATLRMENVDVKEEWQDEDLPRPLPEETGVELLGSPVEDTSSPPN 49 

II : II. : I I I I I I : III 

1 MEEETEFLELGTRISRPNGLLSEDVGMDI PFEEGV . LSPSAADMRPE PPN 49 

50 TLNFNGAHRKRKTLVAPE I NISLDQSEGSLLSDDFLDTPDDLDINVDDIE 99 

. I . I I : I I II I I : I I I I I I I I : I I I I I I . I I : : I I I I I : : : 
50 SLDLNDTHPRRI KLTAPN I NLSLDQSEGS ILSDDNLDSPDEIDINVDELD 99 

100 TPDETDSLEFLGNGNE LEWEDDTPVATAKNMPGDSADLFGDGTTEDGSAA 149 

1111111:1. II I . : : I I : 

100 TPDEADSFEYTGHD PTANKDSGQESESI PEYTAEEERED 138 

150 NGRLWRTVI IGEQEHRIDLHMIRPYMKVVTHG. . . GYYGEGLNAI I V FAA 196 

I III 11:11111 III: .1 II : I : . I I I I I I : I i I I II I I I I 
139 N . RLWMTVV I GEQEQRI DMKV I EPYRRV I SHGGDSGYYGDGLNAI I V FAA 187 

197 CFLPDSSLPDYHY IMENLFLYV ISSLELLVAEDYMIVYLNGATPRRRMPG 246 

I I I I I I I I I I I : I M I I I I I I I . I I I : II I I I I I I I I I I I I I I I I I I I 
188 CFLPDSSRADYHYVMENLFLYVI STLELMVAEDYMI VY LNGATPRRRMPG 237 

247 IGWLKKCYQMIDRRLRKNLKSLIIVHPSWFIRTVLAISRPFISVKFINKI 296 

: I I : I I I I I I I I I I I I I I I I I I II I I I I I I I I : I I : . I I I I I II .11 
238 LGWMKKCYQMI DRRLRKNLKSFI IVHPSWFIRTILAVTRPFISSKFSSKI 287 

297 QYVHSLEDLEQLIPMEHVQIPDCVLQYEEERLKARRESARPQPEFVLPRS 346 

.11.11:1 I I I I : : I I : : : : . . 
288 KYVNSLSELSGLIPMDCIHIPESIINIDLKLKEKP 322 



Fig. n 
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GAP of: nip2c.pep check: 3344 from: 1 to: 322 

NIP2C Athda22f7 

to: nip2a.pep check: 3241 from: 1 to: 314 

NIP2A | U15173 Homo sapiens BCL2/adenovi rus E1B 19kD - i nteract i ng protein 2 
(BNIP2) 

Symbol compari son table:/usr/local /gcg_9. 1/gcgcore/data/rundata/bl osum62 .cmp 
CompCheck: 6430 

Gap Weight: 12 . Average Match: 2.912 

Length Weight: 4 Average Mismatch: -2.003 

Quality: 806 Length: 331 

Ratio: 2.567 Gaps: 6 

Percent Similarity: 67.541 Percent Identity: 57.705 

Match display thresholds for the al i gnment ( s ) : 

I = IDENTITY 

: = 2 

. = 1 

nip2c.p ep x nip23.pep 



1 MEEETEFLELGTRI SRPNGLLSEDVGMDI PFEEGVLSPSAADMRPE . PPN 49 

: | | . : I : : : . I I I I 

1 MEGVELKEEWQDEDFPIPLPEDDSIEADILAITGPEDQPG 40 

50 SLDLNDTHPRRI KLTAPNI NLSLDQSEGSI LSDDNLDSPDEIDINVDELD 99 

I I : . I I : I I I I . I . I . I I I : I I : I I I I I I III: III 

41 SLEVNGNKVRK. KLMAPDI S LTLDPSDGSVLSDD . LDESGEIDL. .DGLD 86 

100 TPDE.ADSFEYTGHDPTANKDSGQESESI PEYTAEEEREDNRLWMTVV IG 148 
I I I . . I I : I I I I I I I I I : I I I I II 

87 TPSENSNEFEWEDDLPKPKTTEV I RKGS ITEYTAAEEKEDGRRWRMFRIG 136 

149 EQEQRIDMKV I EPYRRV I SHGGDSGYYGDGLNAI I VFAACFLPDSSRADY 198 

II: 1:111 I I I I : : I I I I I I I I I I I I I I I ; I I I I I : I : I I . .1 
137 EQDHRVDMKAIEPYKKVISHG. . . GYYGDGLNAI VVFAVCFMPESSQPNY 183 

199 HYVMENLFLYVI STLELMVAEDYMI V YLNGATPRRRMPGLGWMKKCYQMI 248 

1.1:111 III I I I I : I I I . I I I I I I I I M 11:11 I I I : : I I I I I 
184 RYLMDNLFKYV IGTLELLVAENYMI VYLNGATTRRKMPSLGWLRKCYQQI 233 

249 DRRLRKNLKSFIIVHPSWFIRTI LAVTRPFI SSKFSSKI KYVNSLSELSG 298 

I I I I I I I I I I I I I I I I I I I I I : I I I I I I I I I I II I 11:11 .1.1!. 
234 DRRLRKNLKSLIIVHPSWFI RTLLAVTRPFI SSKFSQKI RYVFNLAELAE 283 

299 LIPMDCIHIPESIINIDLKLKEKP 322 

I : I I : : I I I I : I . I I 
284 LVPMEYVGIPECIKQVDQELNGKQDEPKNEQ 314 



Fig. 12 



